$ Ellipsoidal truncation was performed on each data set due to serious anisotropic diffraction.
a-c For resolution range of 48-3.9, 47-4.0 and 47-3.6 Å respectively. The number in the parenthesis corresponds to the highest-resolution shell of 4. 04-3.90, 4.12-4.00 and 3.72-3.60 Å respectively. d-f For resolution range of 48-3.3, 47-3.4 and 47-3 .1 Å respectively. The number in the parenthesis corresponds to the highest-resolution shell of 3.4-3.3, 3.52-3.40 and 3.2-3.1 Å respectively.
# gained from Coot program. 13.78
indicates D1s/D2 and F/E/G. 7Sm indicates 5Sm and D3(1-75)/B(1-91). Note: The molar extinction coefficient (MEC) at 280nm of protein is calculated by Vector NTI software (Thermo Fisher Scientific). The MEC at 260nm of each protein is estimated as the half of the MEC at 280nm. The MEC of protein complex (in red) is simply the sum of its components.
The MEC at 260nm of RNA (in blue) is calculated on the basis of 1 OD 260 ssRNA=40μg/ml=0.11mM (in nucleotides) and its length. The equation is MEC (at 260nm) = 1000 X RNA length/0.11. The MEC at 280nm of RNA is estimated as the half of the MEC at 260nm. *The OD values of short RNAs and short RNA-protein complexes, which are at the similar level to the background, are unable to be estimated correctly compared with those of large RNAs and large RNA-protein complexes. and F/E/G serve as inner controls (eluted at 16.5 ml). They also form small amount of D1s/D2/F/E/G heteropentamer (5Sm) at about 15.0 ml. The peaks of 7S and 7SΔN appeared at 13.61 and 13.78 ml respectively. SmF/E/G (e) is the same as in Figure 2 and showed here for easy comparison. The SMN(26-62) fragment is too small to be visible on the SDS-PAGE in panel (e). and 10, and flU4 and its three derivatives, were incubated at 65°C for 10 min and cooled to room temperature before loading on the gel (lanes 12-14 and 16-19). Table S6 for the calculation.) and the bottom traces are the combined ones. Table S7 for the calculation.) and the bottom traces are the combined ones.
Compared with the traces of the RNAs and RNA-protein complexes, the trace of 7SΔN is too small to contribute to the overall shape of the combined traces and is not shown in each panel.
